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Figure S1. Genes risk score analysis of entire GSE10846 series. The distribution of
three-gene predictive score, patients’ survival status and genes expression signature were
analyzed in the entire GSE10846 series patients (n = 411). A. Genes risk score distribution; B.
Patients’ survival status and time; C. Heatmap of the genes expression profiles, rows
represent genes, and columns represent patients. The orange dotted line represents the median

of three-genes risk score cutoff dividing patients into low-risk and high-risk groups.
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Figure S2. A flow chart showing the analysis procedure for the whole study.



Table S1. Univariable and multivariable Cox regression analysis in serum samples of DLBCL

patients.

Variables Univariable model Multivariable model

HR 95%CI of HR pvalue HR 95% CI of HR p value

Gender 2.243 0.181to 27.798 0.529

Age 1.019 0.109to 9.559 0.987

Ann Arbor 2.873  0.51t016.189 0.232

Genotype 0.079  0.003 to 2.034 0.126 0.16 0.021to1.215 0.076
IL1A 2.119 0.581t0 7.742 0.256 1.98 0.946t04.144 0.07
IL6 13.02 1.606to 105.529 0.016 7.299 1.709t031.178 0.007
IL8 0.959 0.159t05.777 0.964

CSF3 0.594 0.282t01.254 0.172 0.467 0.2281t00.967 0.04
CCL3 1.99 0.545 to 7.267 0.298




Table S2. Multivariable Cox regression analysis in our clinical cohort and GSE10846.

Group Variables HR 95%CI of HR p value
Our cohort Gender 37.31 0~98.71 0.965
(n=101) Genotype 0.01 0~0.337 0.031
IPI 11.48 0.928-142.085 0.057
Predictive model 5.16 1.05-25.35 0.044
GSE10846 Gender 0.925 0.645-1.326 0.67
(n=411) Genotype 1.201 0.941-1.533 0.14

IPI 1.712 1.471-1.992 0

Predictive model 1.073 1.008-1.141 0.026




